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Methods & Materials: Total protein extracted at various time
points of planktonic and bioﬁlm stages from a pandemic strain of V.
parahaemolyticuswereanalyzedbyhigh resolutionmass spectrom-
etry employing qualitative and label-free quantitative proteomic
approaches. Acquired mass spectra data was analysed using Pro-
teinLynx Global ServerTM v2.5.3 (PLGS) software against the NCBI
reference sequence V. parahaemolyticus RIMD2210633 database.
Generated proteomic datawas analyzed using DAVID Bioinformat-
ics Resource site to identify bioﬁlm-stage speciﬁc functions and
pathways.
Results: In the present study, 45.5% of the total proteome of V.
parahaemolyticuswas identiﬁedwhich is the largest proteome cov-
erage obtained till date. Comparative proteome analysis revealed
52 down-regulated and 47 up-regulated proteins in bioﬁlm stage
compared to log-phase and stationary-phase planktonic stage [Fig-
ure.1]. Integration of quantitative and qualitative proteomic results
identiﬁed 246 proteins speciﬁc to the bioﬁlm stage which on
functional analysis provided evidence for the expression of pro-
teins associated with multi-drug resistance and quorum sensing
pathway during bioﬁlm stage [Figure.2]. Proteome analysis also
provided evidence for expression of 17 proteins in tdh pathogenic-
ity island and 11 proteins in the super integron region.
Comparison of total proteome of planktonic and bioﬁlm stage
Conclusion: Proteomic data generated in the present investi-
gation provided fundamental information and set of interesting
targets for amultifaceted analysis of bioﬁlm formationmechanism.
First study to provide evidence for quorum sensing (QS) regu-
lated bioﬁlm formation and the involvement of genes related to
multidrug resistance during bioﬁlm stage. Study provided poten-
tial drug targets which could be used in virtual high-throughput
screening method for accelerating the discovery of anti-virulence
drugs that do not provoke resistance.
http://dx.doi.org/10.1016/j.ijid.2016.02.143
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Background: Acinetobacter baumannii is an emerging pathogen
associated with hospital acquired infections across the globe. In
last one decade the therapeutic options against this pathogen
became complicated due to acquisition of multidrug resistant trait.
Aminoglycoside, which have been used successfully for treatment
of hospital infection, is severely compromised as the acquired
16S rRNA methylases have emerged as an important mechanism
of high-level resistance to aminoglycosides in clinical isolates of
A.baumannii. Current investigation deals with the occurrence of
acquired 16s methyl transferase genes associated with high-level
aminoglycoside resistance (HLAR) in A. baumanni obtained from
intensive care unit of a tertiary referral hospital in north-east India.
Methods & Materials: We analysed a total of 164 multidrug-
resistant A. baumannii obtained from ICU patients admitted in a
referralhospital of Shillong,north-east India, fromApril-September
2015. 16S rRNA methyl transferase genes; npmA, armA, rmtA, rmtB,
rmtC and rmtD, were ampliﬁed by PCR among the isolates resis-
tant to aminoglycosides by disk-diffusion method. To determine
theHLAR [gentamicin and amikacin≥512g/ml],MIC against gen-
tamicin and amikacin was recorded. Horizontal transferability and
plasmid stability were performed by conjugation and serial pas-
sage. Plasmid elimination was performed by treating the isolate
with 10% SDS. Clonal dissemination/differentiation of the isolates
was analysed by REP-PCR.
Results: A total of 157 (95.7%) isolates were found to exhibit
HLAR, among them carriage of acquired 16s methyl transferase
was observed in 109 (69.4%) isolates. ArmA was found to be the
predominant gene followed by rmtD and rmtA. All the gene types
were horizontally transferable. The isolates retained the resistance
genes from 89th to 95th consecutive serial passages. Plasmids were
eliminated with a single treatment of SDS (4%). REP-PCR analysis
indicated that 17 different haplotypes were responsible for infec-
tion.
Conclusion: The current studyunderscores polyclonal spreadof
HLAR A. baumannii within ICU patients. The study has revealed the
presence of different acquired 16s methyl transferase genes which
is not being frequently reported from this geographical region.
Further, the study could predict stability of these resistance deter-
minants which is helpful in predicting a future treatment option
and formulating infection control strategy in this region.
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